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The centriole is a conserved microtubule-based organelle essential for both centrosome formation and cilium 
biogenesis. It has a unique 9-fold symmetry and its assembly is governed by at least five component proteins (SPD-2, 
ZYG-1, SAS-5, SAS-6 and SAS-4), which are recruited in a hierarchical order. Recently published structural studies of the 
SAS-6 N-terminal domain have greatly advanced our understanding of the mechanisms of centriole assembly. However, 
it remains unclear how the weak interaction between the SAS-6 N-terminal head groups could drive the assembly of a 
closed ring-like structure, and what determines the stacking of multiple rings on top one another in centriole duplication. 
We recently reported that SAS-5 binds specifically to a very narrow region of the SAS-6 central coiled coil through its 
C-terminal domain (CTD, residues 391-404). Here, we further demonstrate by both static light scattering and small angle 
X-ray scattering that the SAS-5 N-terminal domain (NTD, residues 1-260) forms a tetramer. Specifically, we found that 
the tetramer is formed by SAS-5 residues 82-260, whereas residues 1-81 are intrinsically disordered. Taking these results 
together, we propose a working model for SAS-5-mediated assembly of the multi-layered central tube structure. 



Introduction 

Centrioles are the fundamental units for both centrosome forma- 
tion and cilium biogenesis. Caenorhabditis elegans has become an 
important model organism in studying centrosome duplication 
and centriole assembly because of its experimental tractability 
and the availability of powerful genetic and genomic tools. Five 
proteins have been implicated in centriole biogenesis following 
work in C. elegans, namely ZYG-1,' SPD-2,^-3 SAS-4,^'' SAS-S*'" 
and SAS-6.^'' Their structural and functional orthologs have 
also been identified in other species.' '^ All five of these proteins 
localize to centrioles and are required for centriole duplication. 
Depletion of any of them blocks centriole assembly. 

Two research groups independently discovered the recruit- 
ment hierarchy of the five centriolar proteins during centriole 
duplication.'^'* Furthermore, it was reported previously that 
SAS-5 and SAS-6 physically interact with each other and are co- 
dependent for their centriolar localizations; disruption of their 
interaction leads to failure of centriole assembly.'" SAS-6 consists 
of a globular N-terminal head group, a central coiled coil and a 
flexible C-terminal tail. Recently reported crystal structures of 
the N-terminal head group of SAS-6 from various species suggest 
that nine SAS-6 coiled-coil-mediated homodimers can assemble 
through the interactions between neighboring pairs of head 
groups {Kj -60-100 |xM) into a ring-like structure reminiscent 
of the cartwheel-like central hub in mature centrioles."'^" More 



recently, cryoelectron tomographic studies of the exceptionally 
long basal body (derived from the mother centriole) of the flagel- 
late Trichonympha revealed that the cartwheel structure is formed 
by a stack of rings, in which each ring contains nine SAS-6 
dimers.^' However, it is not clear whether and how the relatively 
weak head-head interaction could faithfully drive the formation 
of the strict 9-fold symmetry of centrioles. 

In contrast to SAS-6, SAS-5 has no detectable motifs. We 
have recently determined that the association between SAS-5 and 
SAS-6 is mediated by a specific interaction between the SAS-5 
C-terminal domain (CTD, residues 391-404) and a narrow 
region of the SAS-6 central coiled coil.^' To further investigate 
the function of SAS-5 in centriole assembly, we have cloned the 
SAS-5 N-terminal domain (NTD, residues 1-260) that is pre- 
dicted to form a globular structure. We found that the N-terminal 
81 residues of SAS-5 are intrinsically disordered, whereas the 
C-terminal part of the NTD, residues 82-260, forms a tetramer. 
Based on this data, we propose that SAS-5 plays a structural role 
in centriole assembly by connecting four SAS-6 homodimers in 
two neighboring rings of the central tube of the procentriole. 

Results and Discussion 

The N-terminal domain of SAS-5 is composed mostly of heli- 
cal structures. We recently reported that SAS-5 binds specifi- 
cally to the central region of the SAS-6 coiled coil via its CTD.^^ 
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We performed further bioinformatic analysis of SAS-5 to find 
out its overall domain arrangement and structure compositions. 
GlobPlot V2.3,^'' which was employed to predict intrinsic dis- 
order and globularity of SAS-5, suggested that the N-terminal 
region of SAS-5 (residues 1-260) forms a folded structure whereas 
the C-terminal one third of the protein (residues 261—404) is 
mostly disordered (Fig. lA). Secondary structure predictions by 
PSIPRED suggested that the SAS-5 NTD is composed 

mostly of helical structures, with residues 1-81 less ordered than 
the rest in this domain (Fig. IB). Primary sequence alignment of 
SAS-5 from three Caenorhabditis species also demonstrated that 
the N-terminal 81 residues are less conserved than the central 
and the C-terminal regions (Fig. IC). To investigate the struc- 
ture of SAS-5, we cloned the SAS-5 NTD into an expression vec- 
tor that adds a cleavable maltose binding protein (MBP) tag plus 
a 10 X His tag to the N terminus of the protein (Fig. ID). The 
SAS-5 NTD was eluted at 57 ml on the Superdex-200 16/60 col- 
umn (GE Healthcare) after removal of the tag and was relatively 
pure (Fig. IE and F). We then subjected the purified protein to 
circular dichroism (CD) experiments to measure the secondary 
structures and to measure the melting temperature {Tm) of the 
SAS-5 NTD. Consistent with the secondary structural predic- 
tions, we found that the protein is predominantly a-helical, with 
a far-UV CD spectrum of the protein displaying two character- 
istic negative peaks at 209 nm and 223 nm (Fig. IG). Tm was 
measured to be -50°C (Fig. IH), indicating that the SAS-5 NTD 
indeed forms a folded domain. 

The SAS-5 N-terminal domain forms a tetramer. Since the 
elution volume of a protein in gel filtration chromatography is 
determined not only by the molecular weight (M.W.) but also by 
the overall shape of the molecule, it is not advisable to evaluate 
the oligomeric state of a protein using gel filtration chromatog- 
raphy. We performed static light scattering (SLS) experiments to 
assess the oligomeric state of SAS-5. The result suggested that 
the SAS-5 NTD has an M.W. of 120-160 IcDa (Fig. II), and 
could be either a tetramer (31 x 4 = 124 IcDa) or a pentamer 
(31 X 5 = 155 kDa). To further verify the oligomeric state of the 
SAS-5 NTD, we recloned residues 1-260 of SAS-5 into KiM2a, 
a pMAL-derived vector that adds an MBP tag to the N terminus 
of the target protein (Fig. 2A). To minimize the flexibility of 
the linker, we used only two alanines {AA) to connect the tag 
and SAS-5. The fusion protein was overexpressed in Escherichia 
coli strain BL21(DE3) and pure protein eluted from an amylose 
column was applied onto a Sephacryl S-400 16/60 column (GE 
Healthcare). The MBP-^^-SAS5-NTD was eluted at 70.4 ml 
with a symmetric elution peak and the protein seemed of high 
purity on an SDS-PAGE gel (Fig. 2B). SLS experiments showed 
that it has an M.W. of 290 ± 10 kDa, suggesting that the protein 
forms a tetramer (Fig. 2C). 

To assess the overall conformation of the SAS-5 tetramer, we 
performed further small angle X-ray scattering (SAXS) experi- 
ments using the MBP-y4^-SAS5-NTD purified after Sephacryl 
S-400 16/60 chromatography. The ab initio model showed a 
radiated structure with a body and four arms, which confirmed 
the tetrameric form of the SAS-5 NTD (Fig. 2D). Both GlobPlot 
Vl.y* and PSIPRED V3.3^^ predicted an intrinsically disordered 



stretch at the N-terminus of SAS-5 (Fig. lA and B). This 
N-terminal region is consistently less conserved than the rest of 
the protein (Fig. IC). To verify this prediction, we cloned resi- 
dues 1-81 of SAS-5 into pET29a (Novagen) with a C-terminal 
6 X His tag. SLS results indicated that the protein forms a mono- 
mer in solution (Fig. 2E). CD experiments confirmed that it con- 
tains mostly random coils (Fig. 2F). The ab initio model of the 
residues 1-81 of SAS-5 by SAXS further demonstrated that it 
forms an extended structure of 10—15 nm in length (Fig. 2G). 
Conversely, another construct with residues 82-260 fused to the 
MBP tag still forms a tetramer as verified by CD experiments 
(Fig. 2H). Therefore, the four elongated "arms" in the ab initio 
model of the MBP-^y4-SAS5-NTD are the N termini of the four 
SAS-5 molecules, whereas the "body" represents the tetramer 
formed by residues 82-260 of SAS-5 (Fig. 2D). At the tip of each 
"arm" was a spherical structure which is the globular MBP tag 
(Fig. 2D). 

What structural roles could SAS-5 play in C. elegans cen- 
triole assembly? We recently reported that the association of 
SAS-5 and SAS-6 is mediated by a robust interaction [K^ = 
3 |JtM) between the SAS-5 CTD and a central segment in the 
SAS-6 coiled coil (Fig. 3A).^' It was also shown recently that 
the Trichonympha basal body, which is derived from the mother 
centriole, contains a stack of rings formed by SAS-6. ^' Putting 
these observations together in the context of centriole assem- 
bly, we wish to propose a hypothetical working model for how 
SAS-5 may connect neighboring rings in the stacking assembly 
of the central tube (Fig. 3B). In this model, each SAS-5 anchors 
its CTD onto the SAS-6 coiled coil, and the SAS-5 NTDs form 
a tetramer that bridges the four SAS-6 homodimers bound 
to the SAS-5 CTDs. Two of the four SAS-6 dimers belong to 
one ring (layer N) and the other two to the neighboring ring 
(layer N+1). In this way, the multi-layered cartwheel assembly 
mediated by SAS-5 would strengthen interactions both within 
the same ring and across neighboring rings formed by SAS-6 
(Fig. 3B). 

Notably, the N-terminal flexible part of SAS-5 (residues 
1-81), which is 10-15 nm as demonstrated by the SAXS experi- 
ments (Fig. 2G), would be freely movable in our assembly model. 
This would allow the SAS-5 N terminus to reach the head group 
of SAS-6. An important test of this model is whether the SAS-5 
N-terminal part directly interacts with the SAS-6 head groups or 
it has other uncharacterized functions in centriole duplication. 
This will be investigated in future work. 

Materials and Methods 

Cloning, protein expression and purification. Sequences encod- 
ing SAS-5 residues 1-260, 1-81 and 82-260 were all amplified by 
PGR from C. elegans cDNA and cloned into pET29a (Novagen), 
MalpET and/or KiM2a. MalpET and KiM2a are both pMAL 
derived vectors with the former adding both MBP and 10 x 
His tags (cleavable by TEV protease) and the latter adding only 
MBP tag plus a two-Ala linker to the N terminus of SAS-5. All 
recombinant proteins were expressed in E. coli BL21 (DE3) cells. 
Cells were grown at 37°C. At an ODg^^^ of 0.6-0.8, cultures were 



e25214-2 



Worm 



Volume 2 Issue 3 




b: 



Conf : i 
Pred: . 



IllE Conf: ]|| 

^ Pred: 

Pred: HHHHHHHHHHHHHHHHHHCCCCCCCCCCHHHHCCCCCCCC 
AA; AQNLVKMQELMSNFFQKITIPKQQAIEPVEKDKENFHESP 

no 180 190 200 



Conf: 
Pred: 



iiiiiiiiiiiii 



Conf: lllllHllllllllllllllll 

Pred: fc- ^ 

Pred: HHHHHCCCHHHHHHHHHHHHHCCCCCCCHHHHHHHHHHCC 
AA: RQSRQQKPASKIASABEVIKRDGVIPPEALTIIEQRLBSD 

210 220 230 240 



Conf : ]ll 
Pred: . 



Conf: 
Pred: ■ 



Pred: CCCCCCCCCCCCCCEEEECCEEECCCCHHHHHHHCCCCCC 
AA : SHPALRQKTVAFGKTVNVSQTVEGTSBNSKKVLASTMSAQ 

90 100 110 120 



Conf: i 
Pred: . 




C.el/l-404 


1 


C.re/1-405 


1 


C.br/1-403 


1 


C.el/1-404 


88 


C.re/H05 


85 


C.br/1-403 


83 


C.el/l-404 


173 


C.re/1-405 


174 


C.br/1-403 


166 


C.el/l-404 


262 


C.re/1-405 


262 


C.br/1-403 


255 


C.el/lJl04 


347 


C.re/1-405 


349 


C.br/1-403 


344 




IY F K K P T 
H F P R Q's 
A I P NQQ 



Ball 
1 



F V D 

|V S Hj 

I qqI 



A F Q E 
Iv I H R 
|V,K T K 



ILQL Pq|r 
P P PQ aIq 
3QP P p|q 



TKPPVPSTQP IVAAVEVAKKKSCLSAP - KPRKEPPSHPALRQ87 
V R A S V P VT AT V A AQ Rta^^^S T TIN N S^^^P AH^^^R 34 



NsUBvlBItMS a HIt T tTOPq a APN^^AlUlTiL QT I Rt 1 1 RMt A R R ff^^TOOTPv CTIWl 

RTVNVSQTVEGTSRHSKKALASPSSTSSPVQNQKMTEENQEE DWR DVMK N E I NVMRKEMQEETTKRQEELNAQNLSKMQEMMS|l73 
o T w u u c n T u. c g T-CB-u T i^M. A [ s Q N H R MHMN Q E gl N UU^V |«feN|| F E V MMKAMBMlA T K K^gMMOM 



^IBIqHv a^? - It d n 

qITqq itvakpsIees 



IMFRQQ I DNVLADAECDANRA254 



tl 



E V 
E A 

P P S G 



IkttaSnnrtgy 
nth rnnrtg 
kah rnnr.l e 



II 

Ma n|; 

Y VMI 

1:1 



Is G V IN P A L M R E T L T V E R S I R V DfTCT 
TAVNPALMRETLTVE RSIRYG NG L S S 
Is S G ImmmnggiggliigigglglgQlg 



rSQWT Ne¥r DNR A POS vfTTTTp DQPCHSLYQKGQS ISYYPSE/ 
DSRQWTTERNDNRAHDNFHPYESEPPVQSMYQKGQSVSYYPSEj 
IslHNlHiT HHNvliPitiiPDPQLQSMYQKGQSVSYYe 



346 
348 
343 



E OS S D - 
DDS S D -Ql 

IeevpeyeI 



ID V V V N K Hq N - - A V P I?P^^^^^^^^|aJ|rI 

e ivaggHrn - - V E T It a^^^^^^^^BHkI 
e t e vggHrg r k^Ipme t|s a^^^^^^^^BsH 



IQN 
R N 
RG R K 



404 
405 
403 



CTD 



SAS-5 t 



260 391 404 

^ — w 



57 ml 



TEVsite 



Cloning 



MBP 



lOxHis 



^ TEV cleavage 



JSASS-NTD (31kDa) 




kDa m 
75-f 
50-# 

37- 

25-# 

20- • 



• -«-SAS5-NTD 



G 

^1-1 

tlD 




QO 


-g 0 ■ 

E.l. 




0) 


1-2. 




sm 


O 






i -3 ■ 
u 

=5 -4 ■ 




.y-4.5 - 

T3 


jiar 




jIar 


-fe -6 ■ 




-idri 


u 

-7 ■ 


. . , , . r -5.5 - 



199 



209 219 229 239 249 259 

Wavelength (nm) 




40 50 60 70 

Temperature (°C) 





160 kDa 




-130 kDa 



18.0 20.0 
time (min) 



Figure 1. For figure legend, see page4. 



cold shocked on ice for 10-15 min and then shifted to 18°C. 
Protein induction was done overnight with 0.5 mM of isopropyl- 
(3-D-thiogalactopyranoside (IPTG, Sigma Aldrich). Cells were 



harvested and resuspended in cold lysis buffer containing 20 mM 
TRIS-HCl (pH 8.0), 300 mM NaCl, 20 mM imidazole and 5% 
(v/v) glycerol. 
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Figure 1. Bioinformatic analyses and biophysical characterizations of SAS-5. (A) Disorder-globularity prediction plot of SAS-5 generated by Globplot-2 
v2.3 using default setups.^" Residues 1-260 were predicted to form a folded domain (green blocks), whereas residues 261-404 are mostly disordered. 
(B) Secondary structure prediction of SAS-5 residues 1-260 by PSIPRED v3.3.^' This region contains mostly a helices with residues -1-90 being less 
ordered than the rest. (C) Primary sequence alignment of SAS-5 from three Caenorhabditis species. C.el, Caenorhabditis elegans; C.re, C. remanei; C.br, C. 
briggsae. Boxed is the CTD that binds specifically to the SAS-6 coiled coil.^' (D) Domain arrangement and expression construct of SAS-5. The SAS-5 NTD 
was cloned into MalpETfor overexpression in bacteria. Fusion protein purified by Ni-HiTrap was incubated with TEV protease to remove the MBP-10 
X His tag. (E) Elution profile of the SAS-5 NTD on the Superdex-200 16/60 gel filtration column (GE Healthcare). Target protein was eluted at -57 ml. (F) 
Purified SAS-5 NTD on a 12%(v/v) SDS-PAGE. (G) A far-UV CD spectrum of purified SAS-5 NTD suggested the protein is predominantly helical. (H) IVIelt- 
ing temperature of the SAS-5 NTD was determined to be 50°C by CD at the wavelength of 209 nm. (I) The SLS result of purified SAS-5 NTD suggested it 
forms either a tetramer or a pentamer. 



Cells were broken using an EmulsiFlex-C3 homogenizer 
(Avestin) and cell lysate was cleared by centrifugation at 30,000 
X g for 30 min. The supernatant was filtered (0.4-|JLm) and 
loaded onto a gravity amylose column (for MBP-AA-SAS-5 aal- 
260/aa82-260) or a Ni-HiTrap column from GE Healthcare 
(for MBP-10 X His-SAS-5 aal-260 and SAS-5 aal-81_6 x His) 
pre-equilibrated in the same lysis buffer. The amylose column 
was washed with 10 x column volume (cv) of buffer contain- 
ing 20 mM HEPES-NaOH (pH 7.2), 300 mM NaCl, 15 mM 
(3-mercaptoethanol and 25% (v/v) glycerol; bound protein was 
eluted using the same buffer containing 50 mM maltose. Eluted 
protein was concentrated using centrifugal filters (Amicon, 
MWCO 10-kDa) and loaded onto a Sephacryl S-400 16/60 
column (GE Healthcare) pre-equilibrated with 20 mM TRIS- 
HCl (pH 8.0), 100 mM NaCl and 5% (v/v) glycerol. Fractions 
containing target protein were pooled for SLS and SAXS experi- 
ments (Fig. 2B). For MBP-10 x His-SAS-5 and SAS-5 aal-81_6 
X His, bound proteins on the Ni-HiTrap column were eluted 
using the lysis buffer containing a linear gradient concentration 
of imidazole (20-500 mM, 20 x cv). The N-terminal MBP-10 
X His tag in MBP-10 x His-SAS-5 was removed by incubating 
purified protein with 1% (w/w) of TEV protease while dialyz- 
ing against 2—4 L of the same lysis buffer overnight at 4°C. The 
dialyzed protein sample was passed through a Ni-HiTrap column 
to remove both released MBP-10 x His tag and uncut fusion pro- 
tein. Flow-through was concentrated and further purified using 
a Superdex-200 16/60 column (GE Healthcare) pre-equilibrated 
with 20 mM TRIS-HCl (pH 8.0), 100 mM NaCl and 5% (v/v) 
glycerol. Fractions containing the SAS-5 NTD (elution volume 
-57 ml) were pooled and concentrated to 5-10 mg/ml for later 
experiments (Fig. 2F). 

Static light scattering (SLS). The SLS studies were performed 
on an Agilent 1260 Infinity LC System (Agilent Technologies). 
The liquid chromatography equipment consists of an HPLC 
system (Agilent Technologies) connected in series with a triple- 
angle laser light scattering detector (miniDAWN TREOS), 
a UV detector at 280 nm (Agilent technologies) and a refrac- 
tive index detector (RI-101, Shodex). Fifty to 100 |jl1 of protein 
samples (-1-5 mg/ml) were eluted from a Superdex-200 10/300 
GL column (GE Healthcare) at a flow rate of 0.5 ml per min. 



Data analysis was performed using the Astra software (Wyatt 
technology). 

Circular dichroism (CD). CD measurements were performed 
on a Chirascan™-plus unit (AppliedPhotophysics) with a 0.5- 
mm pathlength cuvette. Protein samples of 0.2 mg/ml were used 
in both wavelength scan and melting temperature measurement 
(\ = 209 nm). Data points were exported and curves were gener- 
ated using Windows Excel-2013 (Microsoft). 

Small angle X-ray scattering (SAXS). SAXS data for the 
MBP-tagged SAS-5 NTD and the SAS-5 aal-81_6 x His were 
collected following standard procedures on the BM29 BioSAXS 
beamline of the ESRF at Grenoble, France using a robotic sam- 
ple changer and a Pilatus IM detector. The scattering patterns 
were measured at the solute concentrations of 1, 4 and 8 mg/ml 
using a sample detector distance of 2.841 min and a wavelength 
of \ = 1.55 A. To monitor for radiation damage, ten one-second 
exposures were collected for each protein sample and no radiation 
effect was observed. The data were normalized to the intensity of 
the transmitted beam, and the scattering of the buffer was sub- 
tracted. Data collection, processing and analysis are performed 
automatically using the beamline software BsxCuBE with help 
of the beamline scientist Dr. Adam Round. 
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Figure 2. For figure legend, see page 6. 
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Figure 2. The SAS-5 NTD forms a tetramer with residues 1-81 being intrinsically disordered. (A) Expression construct of the SAS-5 NTD fused to MBP 
with a two-Ala linker. (B) Elution profile of the MBP-tagged SAS-5 NTD on the Sephacryl S-400 16/60 gel filtration column (GE Healthcare); fractions 
were checked on a 12% (v/v) SDS-PAGE gel. (C) An SLS profile of purified MBP-tagged SAS-5 NTD suggested a tetrameric form of the protein (73 x 4 = 
292 kDa). (D) Two different views of the ab initio low resolution shape reconstructed by GASBOR. A hypothetical model of the complex (right) showed 
that the SAS-5 NTD forms a tetramer with the N-terminal stretch of residues being flexible as predicted in Figure 1A and B. The blobs at the tips of the 
four arms are the iVlBP moieties. (E) An SLS profile of purified SAS-5 residues 1-81 suggested it forms a monomer in solution. (F) A far-UV CD spectrum 
of purified SAS-5 residues 1 -81 suggested the protein contains mostly random coils. (G) Green beads show the ab initio low resolution shape of SAS-5 
residues 1-81 reconstructed by GASBOR. For comparison, a 70-residue a helix, which is -10 nm long, is shown on the right. (H) An SLS profile of the 
MBP-tagged SAS-5 residues 82-260 suggested this part of the protein forms a tetramer (63 x 4 = 252 kDa). 




Figure 3. A hypothetical model of how the tetrameric SAS-5 NTD might strengthen the assembly of the central hub in centriole assembly. (A) Sche- 
matic drawing of the SAS-5/SAS-6 complex reported previously.^^ (B) A working model showing how the tetrameric SAS-5 complex could connect four 
SAS-6 dimers in two neighboring rings during central hub assembly. 



References 

1. O'Connell KF, Caron C, Kopish KR, Hurd DD, 
Kemphues KJ, Li Y, et al. The C. elegans zyg-1 gene 
encodes a regulator of cenrrosome duplication with 
distinct maternal and paternal roles in the embryo. Cell 
2001; 105:547-58; PMID:11371350; http://dx.doi. 
org/10.1016/S0092-8674(01)00338-5 

2. Kemp CA, Kopish KR, Zipperlen P, Ahringer J, 
O'Connell KF. Cenrrosome maturation and duplica- 
tion in C. eiegam require the coiled-coil protein SPD-2. 
Dev Cell 2004; 6:511-23; PMID:15068791; http:// 
dx.doi.org/10.1016/S1534-5807(04)00066-8 

3. Pelletier L, Ozlii N, Hannak E, Cowan C, Habermann 
B, Ruer M, et al. The Caenorhabditis elegans centro- 
somal protein SPD-2 is required for both pericent- 
riolar material recruitment and centriole duplication. 
Curr Biol 2004; 14:863-73; PMID:15 186742; http:// 
dx.doi.org/1 0. 1 0 1 6/j.cub.2004.04.0 1 2 

4. Leidel S, Gonczy P. SAS-4 is essential for cenrrosome 
duplication in C. elegans and is recruited to daughtet 
centrioles once per cell cycle. Dev Cell 2003; 4:431-9; 
PMID:12636923; http://dx.doi.org/10.1016/S1534- 
5807(03)00062-5 

5. Kirkham M, Miiller-Reichert T, Oegema K, Grill S, 
Hyman AA. SAS-4 is a C. elegans centtiolar protein 
that controls cenrrosome size. Cell 2003; 112:575-87; 
PMID:12600319; http://dx.doi.org/10.1016/S0092- 
8674(03)001 17-X 



6. Delattre M, Leidel S, Wani K, Baumer K, Bamat 
J, Schnabel H, et al. Centriolar SAS-5 is required 
for cenrrosome duplication in C. elegans. Nat Cell 
Biol 2004; 6:656-64; PMID: 15232593; http://dx.doi. 
org/10.1038/ncbll46 

7. Dammermann A, Miiller-Reichert T, Pelletier L, 
Habermann B, Desai A, Oegema K. Cenrriole assem- 
bly requires both centriolar and pericentriolar matetial 
pioteins. Dev Cell 2004; 7:815-29; PMID:15572125; 
http://dx.doi.oig/l 0. 1 0 16/j.devcel.2004. 10.015 

8. Leidel S, Gonczy P. Centrosome duplication and nema- 
todes: tecent insights from an old relarionship. Dev 
Cell 2005; 9:317-25; PMID:16139223; http://dx.doi. 
org/10.1016/j.devceL2005.08.004 

9. Basto R, Lau J, Vinogradova T, Gardiol A, Woods 
CG, Khodjakov A, et al. Flies without centrioles. Cell 
2006; 125:1375-86; PMID: 168 14722; http://dx.doi. 
org/10.1016/i.cell.2006.05.025 

10. Leidel S, Delattte M, Cerutti L, Baumet K, Gonczy P. 
SAS-6 defines a ptotein family required for centtosome 
duplication in C. elegans and in human cells. Nat Cell 
Biol 2005; 7:115-25; PMID:15665853; http://dx.doi. 
org/ 10.1038/ncb 1220 

11. Andersen JS, Wilkinson CJ, Mayor T, Mortensen P, 
Nigg EA, Mann M. Proteomic charactetization of the 
human centrosome by protein cotrelation ptofiling. 
Nature 2003; 426:570-4; PMID:14654843; http:// 
dx.doi.oig/10.1038/nature02166 

12. Hung LY, Tang CJ, Tang TK. Protein 4. 1 R- 1 35 intei- 
acts with a novel centrosomal protein (CPAP) which 
is associated with the gamma-tubulin complex. Mol 
Cell Biol 2000; 20:7813-25; PMID:11003675; http:// 
dx.doi.org/10.1128/MCB.20.20.7813-7825.2000 



13. Bettencourt-Dias M, Rodfigues-Martins A, Carpenter 
L, Riparbelli M, Lehmann L, Gatt MK, et al. SAK/ 
PLK4 is tequired for centtiole duplication and fla- 
gella development. Curr Biol 2005; 15:2199-207; 
PMID: 16326102; http://dx.doi.oig/10. 1016/j. 
cub.2005. 11.042 

14. Habedanck R, Stierhof YD, Wilkinson CJ, Nigg EA. 
The Polo kinase Plk4 functions in centtiole duplica- 
tion. Nat Cell Biol 2005; 7:1140-6; PMID: 16244668; 
http://dx.doi.org/ 10.1 038/ncb 1 320 

15. Srevens NR, Dobbelaere J, Brunk K, Franz A, Raff JW. 
Drosophila Ana2 is a conserved centriole duplication 
factor. J Cell Biol 20 1 0; 1 88:3 1 3-23; PMID:20 123993; 
http://dx.doi.org/ 1 0. 1 083/jcb.2009 1 00 1 6 

16. Tang CJ, Lin SY, Hsu WB, Lin YN, Wu CT, Lin YC, 
et al. The human microcephaly protein STIL interacts 
with CPAP and is required for procentriole forma- 
tion. EMBO J 2011; 30:4790-804; PMID:22020124; 
http://dx.doi.org/ 10.1 038/emboj.20 11.378 

17. Delartre M, Canard C, Gonczy P. Sequential pto- 
tein recruitment in C. elegans centriole formation. 
Curr Biol 2006; 16:1844-9; PMID:16979563; http:// 
dx.doi.org/ 1 0. 1 0 1 6/j.cub.2006.07.059 

18. Pelletiei L, O'Toole E, Schwagei A, Hyman AA, Miillei- 
Reichert T. Centriole assembly in Caenorhabditis ele- 
gans. Nature 2006; 444:619-23; PMID:17136092; 
http://dx.doi.org/ 10.1 038/nature053 1 8 

19. Kitagawa D, Vakonakis I, Olietic N, Hilbert M, 
Keller D, Olieric V, et al. Sttuctutal basis of the 
9-fold symmetty of centrioles. Cell 2011; 144:364- 
75; PMID:21277013; http://dx.doi.0rg/lO.lOl6/j. 
celL2011. 01.008 



e25214-6 



Worm 



Volume 2 Issue 3 



20. van Breugel M, Hirono M, Andreeva A, Yanagisawa 
HA, Yamaguchi S, Nakazawa Y, et al. Structures of 
SAS-6 suggest its organization in centrioles. Science 
2011; 331:1196-9; PiyiID:21273447; http://dx.doi. 
org/10. 1 126/science. 1 199325 

21. Guichard P, Desfosses A, jVIalieshwari A, Hachet V, 
Dietrich C, Brune A, et al. Cartwheel architecture of 
Trichonympha basal body. Science 2012; 337:553; 
PMID:22798403; http://dx.doi.0rg/lO.l 126/sci- 
ence. 1222789 

22. Cottee MA, RafF JW, Lea SM, Roque H. SAS-6 
oligomerizarion: the key to the centriole? Nat Chem 
Biol 2011; 7:650-3; PMID:21931303; http://dx.doi. 
org/1 0. 1 038/nchembio.660 



23. Qiao R, Cabral G, Lerrman MM, Dammermann A, 
Dong G. SAS-6 coiled-coil strucrure and interaction 
with SAS-5 suggest a regularory mechanism in C. 
elegilm cenrriole assembly. EMBO J 2012; 31:4334- 
47; PM1D:23064147; http://dx.doi.org/10.1038/ 
emboj.2012.280 

24. Linding R, Russell RB, Neduva V, Gibson TJ. 
GlobPlot: Exploring prorein sequences for globular- 
ity and disorder. Nucleic Acids Res 2003; 31:3701- 
8; PMID: 12824398; http://dx.doi.org/10.1093/nar/ 
gkg519 



25. Buchan DW, Ward SM, Lobley AE, Nugent TC, 
Bryson K, Jones DT. Protein annotation and model- 
ling servers at University College London. Nucleic 
Acids Res 2010; 38(Web Server issue):W563-8; 
PMID:20507913; http://dx.doi.org/10.1093/nar/ 
gkq427 



www.landesblosclence.com 



Worm 



e25214-7 



